The Bacillus cereus group currently comprises 18 valid species, including B. cereus sensu stricto (s.s.) [1] [2] [3] [7] . In addition to these valid species, the group 51 contains effectively published species (i.e., "B. gaemokensis" [12] , "B. manliponensis" [13] and 52 "B. bingmayongensis" [14] ). Strains from the B. cereus group are commonly found as part of the 53 plant and soil microbiome [15] . They can form spores, and they are rod-shaped and facultatively 54 anaerobic [16] . Some B. cereus group isolates are important biocontrol agents (e.g., insecticidal 55 B. thuringiensis isolates), while others can cause food spoilage or disease in animals or humans 56 (e.g., anthrax, emetic and diarrheal gastrointestinal disease) [1, [15] [16] [17] . We have recently 57 developed and published BTyper, a B. cereus group whole genome sequence-based 58 comprehensive and rapid genotyping tool [18] . We used BTyper in conjunction with FastANI 59 [19] to investigate genomic diversity of B. cereus group isolates for which assembled genomes 60 had been made available through NCBI. We have identified strain BHP with RefSeq assembly 61 accession GCF_000746925.1 as a putative new species based on average nucleotide identity 62 BLAST (ANIb) and in silico DNA-DNA hybridization (DDH) values. The strain most closely 63 resembled B. paramycoides NH24A2 T , producing ANIb and DDH values of 86.70% and 34.1%, 64 respectively. Strain BHP is also known under alias B. mycoides ATCC 21929 and has been 65 reported previously as a producer of an antibiotic compound active against Gram-positive 66 pathogens [20] . For this study, B. mycoides ATCC 21929 was obtained from ATCC for whole 67 genome sequencing to verify its identity and for phenotypic characterization. Based on genomic 68 and phenotypic dissimilarities of B. mycoides ATCC 21929 compared to valid and effective B. cereus group species, we propose the strain ATCC 21929 T as a type strain of a new species B. 70 clarus sp. nov. B. clarus type strain is deposited in ATCC (=ATCC 21929 T ) and is also known 71 under aliases BHP T , PS00077A T Cells stained Gram-positive and were approximately 3 μm long. Additionally, the morphology of 152 the bacteria grown overnight in BHI broth at 32°C and stained with 2% uranyl acetate negative 153 stain was observed by transmission electron microscopy ( Figure S1) confirmed by inoculating 10 μl of an overnight culture into BHI broths adjusted to pH 3-11 using 169 appropriate buffers, in triplicate. Citrate buffer was used to supplement BHI adjusted to pH 3, 4, 170 and 5, phosphate buffer was added to BHI adjusted to pH 6,7, and 8, and CAPS buffer was added 171 in BHI adjusted to pH 9,10, and 11. Inoculated BHI tubes were incubated at 30°C for 14 days or 172 until growth was observed based on turbidity. The ability to grow at different concentrations of 173 NaCl was determined by supplementing TSB broth with 0, 0.5, 1, 2, 3, 5, 7, 9, 12, and 15% of 174 NaCl. Tubes were inoculated with 10 μl of an overnight culture, in triplicate, and incubated at 175 32°C for 14 days or until growth was confirmed based on turbidity. Results of the phenotypic 176 tests described above are reported in Table 2 . The fatty acid composition was determined by 177 MID Inc. for culture grown at their defined standard conditions, on tryptic soy agar at 28°C. API 178 20E and CH50 biochemical assays (bioMérieux) were performed following the manufacturer's 179 instructions at 32°C (Table 3) . conditions. The fatty acid that was highest in abundance was iso-C15:0. Amongst the least 193 abundant fatty acids were C15:1 ω 5c and iso-11:0 3OH. The latter two fatty acids, along with 194 iso-13:0 3OH were not found to be reported for any of the other B. cereus group type strains 195 (Table 3) . Unique characteristics of B. clarus ATCC 21929 T include a higher abundance of iso-196 C17:0, lower abundance of iso-C16:0 fatty acids, and the ability to grow optimally even at 3% 197 NaCl concentration. B. clarus ATCC 21929 T is also oxidase negative, which is a trait shared by 198 only B. wiedmannii, B. gaemokensis, and B. manliponensis of the B. cereus group (Table 2) . 199
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